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I TTGGTAGCAACGGAAACOGCCGCGGCGCGTTTCGGCCCGOCTCCCGCCGGCTCCTTGOTC 
61 TCGGCGGGCCTCCCCCCCCCrrCGTCGTCGTCCTTCTCCCCCTCOCCAGCCCGGGCGCCC 
121 CTCCGGCCGCGCCAACCCOCGCCTCCCCGCTCOGCGCCCGTGCOTCCCCGCCGCGTrCCG 
1 8 1 GCGTCTCCTT GGCGCGCCCGGCTCCCGCCrGTCCCCGCCCGGCGTGCGAOCCGGTGTATG 



Wl OGCCCCTCACCATGTCGCTG AAGCCCCAGCAGC AGCAGCAGC AGCAGCAGCAACAGCAGC 

— s.QA^a_ 

)0I AGCAOC AGCAGCAGC AGCAGCAGC AGCAOCAGCCGCCGCCCGCGGCTGCCAATOTCCGC A 
J61 AC^CCGGCGGCAaCGGCClTCTACKIGTCGCCCGCCOCCGCGGC^CGCCCnCCTCOTCCT 
<2I COOTCTCCTCGTCCTCGOCCACGGCTCCCTCCTCGGTGOTCGCGGCaACCTCCGGCaC-CG 
<SI GGAOGCCCGGCCTGGGCAG^GTCGGTGTCGGCACCCC 
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1 ACCCCCGAGAAAGCAACCCAGCGCGCCGCCCGCTCCTCACGTGTCCCTCCCGGGCCCGGG 6 0 

6 1 GCC ACCTCACGTTCTGCTTCCGTCTG ACCCCTCCGACTTCCGGTAAAGAGTCCCTATCCG 12 0 

*■ 

1 2 1 C ACCTCCGCTCCCACCCGGCGCCTCGGCGCGCCCGCCCTCCG ATGCGCTCAGCGGCCGCA 18 0 

1 MRSAAA6 

181 GCTCCTCGGAGTCCCGCGGTGGCCACCGAGTCTCGCCGCTTCGCCGCAGCCAGGTGGCCC 2 4 0 

7 A P R S PAVAT ESRR F A A A R W P 26 

24 1 GGGTGGCGCTCGCTCCAGCGGCCGGCGCGGCGGAGCGGGCGGGGCGGCGGTGGCGCGGCC 3 00 

27GWRSLQRPARRSGRGGGGAA 46 

301 CCGGGACCGTATCCCTCCGCCGCCCCTCCCCCGCCCGGCCCCGGCCCCCCTCCCTCCCGG 36 0 

47 PG PYPSAAPPPPGPG PPPSR 66 

3 6 1 CAG AGCTCGCCTCCCTCCGCCTCAGACTGTTTTGGTAGC AACGGCAACGGCGGCGGCGCG 4 2 0 
67QSS PPSASDCFGSNGNGGGA 86 

4 2 1 TTTCGGCCCGGCTCCCGGCGGCTCCTTGGTCTCGGCGGGCCTCCCCGCCCCTTCGTCGTC 4 8 0 
87 FR PGSRRLLGLGGP PRPFVV' 106 

4 8 1 GTCCTTCTCCCCCTCGCCAGCCCGGGCGCCCCTCCGGCCGCGCCAACCCGCGCCTCCCCG 54 0 

107 VLLPLASPGAPPAAPTRASP 126 

54 1 CTCGGCGCCCGTGCGTCCCCGCCGCGTTCCGGCGTCTCCTTGGCGCGCCCGGCTCCCGGC 6 00 

127 LGARASPPRSGVSLARPAPG 146 

SCA2 - A ^ 

6 0 1 TGTCCCCGCCCGGCGTGCG AGCCGGTGTATGGGCCCCTCACCATGTCGCTG AAGCCCCAG 6 6 0 

147 C PR PAC E PVYGPLTMS LKPQ 166 

6 61 CAGC AGCAGC AGCAGCAGCAGCAACAGCAGCAGCAGCAACAGCAGCAGCAGCAGCAGCAG 7 2 0 
167 QQQQQQQQQQQQQQQQQQQQ 186 

^ SCA2-B 

721 CAGCCGCCGCCCGCGGCTGCCAATGTCCGCAAGCCCGGCGGCAGCGGCCTTCTAGCGTCG 78 0 

187 Q P P PAAANVRKPGGSGLLAS 206 

7 81 CCCGCCGCCGCGCCTTCGCCGTCCTCGTCCTCGGTCTCCTCGTCCTCGGCCACGGCTCCC 8 4 0 
207 PAAA PS PS SSSVSS SSaItaP 226 

8 4 1 TCCTCGGTGGTCGCGGCG ACCTCCGGCGGCGGGAGGCCCGGCCTGGGCAGAGGTCGAAAC 9 00 
227 SSVVAATSGGGRPG LGRGRN 246 

9 01 AGTAACAAAGGACTGCCTCAGTCTACG ATTTCTTTTG ATGG AATCTATGCAAATATGAGG 96 0 
247 SNKGLPQSTISFDG I YANMR 266 
961 ATGGTTC ATATACTTAC ATCAGTTGTTGGCTCCAAATGTGAAGTACAAGTG AAAAATGGA 102 0 
267 MVHILTSVVGSKCEVQVKNG 286 

SCA2-14B 



1021 GGTATATATGAAGGAGTTTTTAAAACTTACAGTCCGAAGTGTGATTTGGTACTTGATGCC 108 0 
287 GIYEGVFKTYSPKCDLVLDA 306 



1081 GCACATGAG AAAAGTACAGAATCCAGTTCGGGGCCGAAACGTGAAGAAATAATGGAG AGT 114 0 

307 AHEKST ESSSGPKREEIMES 326 

114 1 ATTTTGTTCAAATGTTCAGACTTTGTTGTGGTACAGTTTAAAGATATGGACTCCAGTTAT 12 00 

327 I L FKCSD FVVVQFKDMDSSY 346 

12 01 GCAAAAAGAG ATGCTTTTACTG ACTCTGCTATCAGTGCTAAAGTG AATGGCGAACACAAA 12 6 0 

347AKRDAFT DSAISAKVNGEHK 366 

12 61 GAGAAGGACCTGG AGCCCTGGG ATGCAGGTG AACTCAC AGCCAATGAGGAACTTGAGGCT 13 2 0 
367 EKDLEPW DAGELTANEELEA 386 

13 21 TTGGAAAATG ACGTATCTAATGG ATGGG ATCCC AATG ATATGTTTCG ATATAATGAAGAA 13 8 0 
387 LENDVSNGWDPNDM FRYNEE 406 

13 8 1 AATTATGGTGTAGTGTCTACGTATG ATAGCAGTTTATCTTCGTATACAGTGCCCTTAGAA 14 4 0 
407 NYGVVSTYDSSLSS Y TVPLE 426 

14 4 1 AGAGATAACTCAGAAGAATTTTTAAAACGGGAAGCAAGGGCAAACCAGTTAGCAGAAGAA 15 00 
427RDNSEEFLKREARANQLAEE 446 
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ATTGAGTCAAGTGCCCAGTACAAAGCTCGAGTGGCCCTGGAAAATGATGATAGGAGTGAG 156 0 

I ESSAQYKARVALENDDRSE 466 

G AAGAAAAATACACAGCAGTTCAGAG AAATTCCAGTG AACGTG AGGGGCACAGCATAAAC 16 2 0 

EEKYTAVQRNSSEREGHSIN 486 

ACTAGGG AAAATAAATATATTCCTCCTGG ACAAAG AAATAG AG AAGTCATATCCTGGGGA 16 8 0 

TREMKY I PPGQRNREV ISWG 506 

AGTGGG AGACAG AATTCACCGCGTATGGGCCAGCCTGGATCGGGCTCCATGCCATCAAGA 17 4 0 

SGRQNS'PRMGQPGSGSMPSR 52 6 

TCCACTTCTCAC ACTTCAG ATTTC AACCCGAATTCTGGTTC AG ACC AAAGAGTAGTTAAT 18 00 

STS HTSDF.N PNSGS DQRVVN 546 

GGAGGTGTTCCCTGGCCATCGCCTTGCCCATCTCCTTCCTCTCGCCCACCTTCTCGCTAC 18 6 0 

GGVPWPSPCPSPSSRPPSRY 566 

CAGTC AGGTCCC AACTCTCTTCC ACCTCGGGCAGCC ACCCCTACACGGCCGCCCTCCAGG 19 2 0 

QSG PNSLP PRAATPTRPPSR 586 

CCCCCCTCGCGGCCATCCAGACCCCCGTCTCACCCCTCTGCTCATGGTTCTCCAGCTCCT 198 0 

PPSRPSRPPSHPSAHGSPAP 606 

GTCTCTACTATGCCTAAACGC ATGTCTTC AG AAGGGCCTCC AAGG ATGTCCCCAAAGGCC 2 04 0 

VSTMPKRMSSEGPPRMSPKA 626 

CAGCGACATCCTCG AAATCAC AG AGTTTCTGCTGGG AGGGGTTCCATATCCAGTGGCCTA 2100 

QRH PRNHRVSAGRGS ISSGL 646 

G AATTTGTATCCCACAACCC ACCCAGTGAAGCAGCTACTCCTCCAGTAGCAAGG ACCAGT 216 0 

EFVSHNPPSEAATPPVARTS 666 

CCCTCGGGGGGAACGTGGTCATCAGTGGTCAGTGGGGTTCC AAGATTATCCCCTAAAACT 2 2 2 0 

PSGGTWSSVVSGVPRLSPKT 686 

CATAGACCCAGGTCTCCC AG ACAGAACAGTATTGGAAATACCCCCAGTGGGCCAGTTCTT- 2 2 8 0 

HRPRSPRQNS IGNTPSGPVL 706 

GCTTCTCCCCAAGCTGGTATTATTCCAACTGAAGCTGTTGCCATGCCTATTCCAGCTGCA 2 3 4 0 

AS P 0 A G I I PTEAVAM PI PA A 726 

TCTCCTACGCCTGCTAGTCCTGCATCG AACAGAGCTGTTACCCCTTCTAGTGAGGCTAAA 2 4 00 

S PT PAS PASNR AVTPSSEAK 746 

G ATTCCAGGCTTCAAG ATCAG AGGCAG AACTCTCCTGCAGGGAATAAAGAAAATATTAAA 2 4 6 0 

DSR LQDQRQNS PAGNKENI K 766 

CCCAATGAAACATCACCTAGCTTCTCAAAAGCTG AAAACAAAGGTATATCACCAGTTGTT 2 5 2 0 

PNETSPSFSKA ENKG ISPVV 786 

TCTGAACATAGAAAACAGATTGATGATTTAAAGAAATTTAAGAATGATTTTAGGTTACAG 2 58 0 

SEHRKQIDDLKKFKNDFRLQ 806 

CCAAGTTCTACTTCTG AATCTATGGATCAACTACTAAACAAAAATAG AGAGGGAGAAAAA 2 6 4 0 

PSSTSESMDQLLNKNREGEK 826 

TCAAGAG ATTTG ATC AAAG ACAAAATTG AACCAAGTGCTAAGG ATTCTTTC ATTG AAAAT 2 7 00 

SRDLIKDKIEPSAKDSFIEN 846 

AGC AGCAGCAACTGT ACC AGTGGCAGCAGC AAGCCG AATAGCCCCAGCATTTCCCCTTCA 27 6 0 

SSSNCTSGSSKPNSPSISPS 866 

ATACTT AGTAAC ACGG AGC AC AAGAGGGG ACCTG AGGTC ACTTCCC AAGGGGTTC AG ACT 2 82 0 

I LS NTEHKRG PEVTSQGVQT 886 

TCCAGCCCAGCATGTAAAC AAGAGAAAG ACGATAAGGAAGAG AAGAAAGACGCAGCTGAG 2 8 8 0 

SS PACK. QEKDDKEEKKDAAE 906 

CAAGTTAGGAAATC AACATTGAATCCCAATGCAAAGGAGTTCAACCCACGTTCCTTCTCT 2 94 0 

QVRKSTLN PNAKEFN PRSFS 926 

CAGCCAAAGCCTTCTACTACCCCAACTTCACCTCGGCCTCAAGCACAACCTAGCCCATCT 3 000 

QPKPSTTPTSPRPQAQPSPS 946 

ATGGTGGGTCATCAACAGCCAACTCCAGTTTATACTCAGCCTGTTTGTTTTGCACCAAAT 3 06 0 

MVGHQQPTPVYTQPVCFAPN 966 

ATGATGTATCCAGTCCCAGTGAGCCCAGGCGTGCAACCTTTATACCCAATACCTATGACG 312 0 

MMY PVPVS PGVQPLYPIPMT 986 
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3 12 1 CCCATGCCAGTG AATCAAGCCAAGACATATAGAGCAGTACCAAATATGCCCCAACAGCGG 318 0 

987 PM PVNQAKTYRAVPNMPQQR 1006 

3181 CAAGACCAGCATCATCAGAGTGCCATGATGCACCCAGCGTCAGCAGCGGGCCCACCGATT 3 2 4 0 

1007 QDQHHQSAMMHPASAAGPPI 1026 

3 2 4 1 GCAGCCACCCCACCAGCTTACTCC ACGC AATATGTTGCCTACAGTCCTC AGCAGTTCCCA 3 3 00 

1027 AAT P PAYSTQYVAYS PQQFP 1046 

3 3 01 AATCAGCCCCTTGTTCAGCATGTGCCACATTATCAGTCTCAGCATCCTCATGTCTATAGT 3 3 6 0 

1047 NQ PLVQHV PHYQSQHPHVYS 1066 

3 3 6 1 CCTGTAATACAGGGTAATGCTAG AATG ATGGC ACCACCAACACACGCCCAGCCTGGTTTA 3 4 2 0 

1067 PV I QGNARMMAPPTH'AQPGL 1086 

3 4 2 1 GTATCTTCTTCAGC AACTCAGTACGGGGCTCATGAGCAGACGCATGCGATGTATGCATGT 3 4 8 0 

1087 VSSSATQYGAHEQTHAMYAC 1106 

3 4 8 1 CCCAAATTACCATACAACAAGGAGACAAGCCCTTCTTTCTACTTTGCCATTTCCACGGGC 3 5 4 0 

1107 PKL PYMKETS PSFYFAISTG 1126 

3 54 1 TCCCTTGCTCAGCAGTATGCGCACCCTAACGCTACCCTGCACCCACATACTCCACACCCT 3 6 00 

1127 S LAQQYAH PNATL.H PHTPHP 1146 

3 6 01 CAGCCTTCAGCTACCCCCACTGG ACAGCAGCAAAGCCAACATGGTGGAAGTCATCCTGCA 3 6 6 0 

1147 QPSATPTGQQQSQHGGSHPA 1166 

3 6 61 CCCAGTCCTGTTCAGCACCATCAGCACCAGGCCGCCCAGGCTCTCCATCTGGCCAGTCCA 3 7 2 0 

1167 PS PVQHHQHQAAQALHLASP 1186 

3 7 2 1 CAGCAGCAGTCAGCCATTTACCACGCGGGGCTTGCGCCAACTCCACCCTCCATGACACCT 3 7 8 0 

1187 QQQSAIYHAGLAPT-PPSMTP 1206 

3 7 8 1 GCCTCCAACACGCAGTCGCCACAG AATAGTTTCCCAGCAGCACAAC AGACTGTCTTTACG 3 8 4 0 

1207 AS N TQS PQN S F PAAQQ TV FT 1226 

3 8 4 1 ATCCATCCTTCTCACGTTCAGCCGGCGTATACC AACCCACCCCACATGGCCCACGTACCT 3 9 00 

1227 I H PSHV QPAYTNPPHMAHVP 1246 

3 901 CAGGCTCATGTACAGTCAGGAATGGTTCCTTCTCATCCAACTGCCCATGCGCCAATGATG 3 96 0 

1247 QAHVQSGMV PSHPTAHAPMM 1266 

3 961 CTAATG ACGACACAGCCACCCGGCGGTCCCCAGGCGGCCCTCGCTCAAAGTGCACTACAG 4 02 0 
1267 LMTTQP PGG PQAALAQSALQ 1286 

4 0 21 CCCATTCCAGTCTCGACAACAGCGCATTTCCCCTATATGACGCACCCTTCAGTACAAGCC 4 08 0 
1287 P I PVSTTAH F PYMT H PSVQA 1306 
4 081 CACCACCAACAGCAGTTGTAAGGCTGCCCTGG AGGAACCG AAAGGCCAAATTCCCTCCTC 414 0 
1307 H H Q Q Q L * 1326 
4 14 1 CCTTCTACTGCTTCTACCAACTGGAAGCACAG AAAACTAG AATTTCATTTATTTTGTTTT 4 2 0 0 
4 2 01 TAAAATATATATGTTG ATTTCTTGTAACATCCAATAGGAATGCTAACAGTTCACTTGCAG 4 2 6 0 
4 2 61 TGGAAGATACTTGGACCGAGTAG AGGCATTTAGGAACTTGGGGGCTATTCCATAATTCCA 4 3 2 0 
4 3 21 TATGCTGTTTCAGAGTCCCGCAGGTACCCCAGCTCTGGTTGCCGAAACTGGAAGTTATTT 4 3 8 0 
4 3 81 ATTTTTTAATAACCCTTGAAAGTCATGAAC AC ATCAGCTAGCAAAAGAAGTAACAAGAGT 4 4 4 0 
44 4 1 GATTCTTGCTGCTATTACTGCTAAAAAAAAAAAAAAAAAAA 4 481 
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ASPAAAPSPS SSSVSSSSAT APSSWA . . . ATSGGGR PGL GRGRNSNKGL 

SSPGAAP.AS AAVTSASWP APAAPVASSS AAAGGGRPGL GRGRNSSKGL 

. . PGAAAIGS A RGQSTGKGP 

- - P - AA S - - RG KG - 



Atax i n - 2 
Mouse Ataxin-2 
A2RP 

Consensus 



101 150 

PQSTISFDGI YANMRMVHIL TSWGSKCEV QVKNGG1YEG VFKTYS PKCD 
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